. Mapping rate against reference transcriptome. Alignment rate (%) of RNASeq reads mapped to the de novo reference transcriptome assembled from the reads of a single individual from GAK1 (R3 in graph-GAK1-S83). Mapping rate of three individuals (R1, R2, R3) are shown for each station as indicated in legend. Individuals follow the order of samples in Supplementary Table 1 . The individual with a mapping rate of 82% (GAK9, R1) was removed from downstream analyses. 
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Supplementary Methods

Development of de novo assemblies and of a reference transcriptome
A separate assembly was generated for each of the 18 individuals using Trinity software (v. 2.0.6) on the National Center for Genome Analysis Support's (NCGAS;
Indiana University, Bloomington, IN, USA) Mason Linux cluster. The initial parameters of Trinity were set to: --seqType fq --CPU 32 --max_memory 200G --min_contig_length 300 --normalize_max_read_cov 50. The minimum sequence length in the assembly was set to 300 bp. For each assembly, summary of the statistics was obtained using the script TrinityStats.pl (v2.0.6). Each assembly was tested for completeness using "Bench-marking universal single-copy orthologs" (BUSCO) software (v1.22) to identify "core genes", single copy genes highly conserved among eukaryotes, and thus expected to be present in a complete assembly. BUSCO analysis was performed using the Arthropoda dataset consisting of 2,675 single-copy orthologs.
These individual assemblies were used in the genetics analysis using genetic markers (three mitochondrial and one nuclear marker).
The de novo assembly from a GAK1 individual (GAK1-S83R1) was selected as the reference transcriptome to identify differentially expressed genes (DEGs).
Annotation of transcripts and functional analysis were performed in different steps. 
Supplementary Results
The Fig.   2A ). The majority (60%) of the transcripts with KEGG annotations were involved in metabolic pathways including amino-acid biosynthesis, lipid and carbohydrate metabolism, and nucleotide metabolism. Mapping rate for the 18 RNA-Seq libraries to the GAK1 reference transcriptome was high and ranged between 82% and 95% with an average of 91.5% ( Supplementary Fig. 1 ). Ambiguous mapping which was ~58% (reads that aligned > 1 time), is likely to be a result of the large number of multiple isoforms assembled by Trinity.
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